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CLUStAL W (1.82) Multiple Sequence Alignments 



Sequence format is Pearson 
Sequence 1: SEQIDN01 488 aa 

Sequence 2: SEQIDN03 . 488 aa 

Start of Pairwise alignments 
Aligning ... 

Sequences (1:2) Aligned. Score: 96 

Guide tree file created : [/ebi/extserv/clustalw-work/interactive/clustalw-2 

Start of Multiple Alignment 
There are 1 groups 
Aligning ... 

Group 1: Sequences: 2 Score: 103 80 

Alignment Score 2 880 

CLUSTAL -Alignment file created [/ebi/extserv/clustalw-work/interactive/clustalw-200 



http://www.ebi.ac.uk/cgi-birVjobresults/clustalw/clustalw-20050 
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CLUSTAL W (1.82) multiple sequence alignment 



SEQIDN01 
SEQIDN03 
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KEIAVTIDDKNVIASVSESFHGVAFDASLFSPKlSCSEg^EP^SPKLFKLLEGLSPGYFRV 60 
KEIAVTIDDKNVIASASGSFLGVAFDASLFSPKGLWSFVDITSPKLFKLLEGLSPGYFRV 60 
***************_* ** *************************************** 



SEQIDNOl 
SEQIDN03 . 



GGTFANWLFFDLDENNKWKDYWAFKDKTPETATITRRWLFRKQNNLKKETEDDLVKLTKG 12 0 
GGTFANWLFFDLDENNKWKDYWAFKDKTPETATITRRWIiFRKQNNLKKETFDNIjVKLTKG 12 0 
************************************************** * : ******* 



SEQIDNOl 
SEQIDN03 . 



SKMRLLFDLNAEVRTGYEIGKKMTSTWDSSEAEKLFKYCVSKGYGDNIDWELGNEPDHTS 18 0 
SKMRLLFDLNAEVRTGYEIGKKMTSTWDSSEAEKLFKYCVSKGYGDNIDWELGNEPDHTS 18 0 
************************************************************ 



SEQIDNOl 
SEQIDN03 . 



AHNLTEKQVGEDFKALHKVLEKYPTLNKGSLVGPDVGWMGVSYVKGLADGAGDLVTAFTL 24 0 
AHNLTEKQVGEDFKALHKVLEKYPTLNKGSLVGPDVGWMGVSXVKGLADEAGDHVTAFTL 24 0 
****************************************** ****** *** ****** 



SEQIDNOl 
SEQIDN03 , 



HQYYFDGNTSDVSTYLDATYFKKiQQLFDKVKDVLKNSQHKDKPLWLGETSSGYNSGTKD 3 00 
HQYYFDGNTSDVSI YLDATYFKKLQQLFDKVKDVLKDSPHKDEPLWLGETSSGYNSGTED 3 00 
************* ********************** : * ***.*************** : * 



SEQIDNOl 
SEQIDN03 . 



VSDRYVSGFLTLDKLGLSAANNVKVVIRQTIYNGYYGLLDKNTLEPNPDYWLMHVHNSLV 3 60 
VSDRYVSGFLTLDKLGLSAANNVKVVIRQTIYNGYYGLLDKNTLEPNPDYWLMHVHNSLV 3 60 
************************************************************ 



SEQIDNOl 
SEQIDN03 . 



GNTVFKVDVSDPTNKARVYAQCTKTNS KHTQSRYYKGS LT I FALNVGDEDVTLKIDQYGG 42 0 
GNTVFKVDVSDPTNKARVYAQCTKTNSKHTQSRYYKGSLTIFALNVGDGDVTLKIGQYSG 42 0 
************************************************ ****** ** . * 



SEQIDNOl 
SEQIDN03 . 



KKIYSYILTPEGGQLTSQKVLLNGKELKLVSDQLPELNANESKTSFTLSPKTFGFFWSD 4 80 
KKIYSYILTPEGGQLTSQKVLLNGKELNLVSDQLPELNADESKTSFTLSPKTFGFFWSD 4 80 
*************************** - *********** • ******************** 



SEQIDNOl 
SEQIDN03 . 



ANVEACKK 4 88 
ANVEACKK 488 
******** 



http://www.ebi.ac.uk/cgi-biii/jobresults/clustalw/clustalw-200 
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CLUSTAL W (1.82) Multiple Sequence Alignments 
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Sequence format is Pearson 
Sequence 1: SEQIDN03 4 88 aa 

Sequence 2: SEQIDN05 488 aa 

Start of Pairwise alignments 
Aligning ... 

Sequences (1:2) Aligned. Score: 97 

Guide tree file created : [/ebi/extserv/clustalw-work/ interact ive/clustalw- 2 

Start of Multiple Alignment 
There are 1 groups 
Aligning . . . 

Group 1: Sequences: 2 Score: 10465 

Alignment Score 2927 

CLUSTAL -Alignment file created [/ebi/extserv/clustalw-work/ interact ive/c lust alw- 2 00 



http://www.ebi.ac.uk/cgi-bin/jobresults/clustalw/clustalw-20050601-14560 
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CLUSTAL W (1.82) multiple sequence alignment 



SEQIDN03 
SEQIDN05 
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KEIAVTIDDKNVIASASGSFLGVAFDASLFSPKGl^4^4^TSPKLFKLLEGLSPGYFRV 60 
KEIAVTIDDKNVIASASESFHGVAFDASLFSPKGLWSFVDITSPKLFKLLEGLSPGYFRV 60 
***************** * * *************************************** 



SEQIDN03 
SEQIDNQ5 



GGTFANWLFFDLDElSrNKWKDYWAFKDKTPETATITRRWLFRKQNNLKKETFDNLVKLTKG 12 0 
GGTFANRLFFDLDENNKWKDYWAFKDKTPETATITRRWLFRKQNNLKKETFDNLVKLTKG 12 0 
****** ***************************************************** 



SEQIDN03 
SEQIDN05 



S KMRLLFDLNAEVRTGYE IGKKMTSTWDS SEAEKLFKYCVS KGYGDNIDWELGNEPDHTS 18 0 
SKMRLLFDLNAEVRTGYEIGKKMTSTWDSSEAEKLFKYCVSKGYGDNIDWELGNGPDHTS 18 0 
****************************************************** ***** 



SEQIDN03 
SEQIDN05 



AHNLTEKQVGED FKALHKVLEKYPTLNKGS L VGPD VGWMGVSXVKGLAD EAGDHVTAFTL 24 0 
AHNLTEKQVGEDFKALHKVLEKYPTLNKGSLVGPDVGWMGVSYVKGLADEAGDHVTAFTL 24 0 
****************************************** ***************** 



SEQIDN03 
SEQIDN05 



HQYYFDGNTSDVS IYLDATYFKKLQQLFDKVKDVLKDSPHKDEPLWLGETSSGYNSGTED 3 00 
HQYYFDGNTSDVSIYLDATYFKKLQQLFDKVKDVLKDSPHKDKPLWLGETSSGYNSGTED 3 00 
****************************************** • ***************** 



SEQIDNQ3 
SEQIDNQ5 



VSDRWSGFLTLDKLGLSAANNVKVVIRQTIYNGYYGLLDKNTLEPNPDYWLMHVHNSLV 3 60 
VSDRYVSGFLTLDKLGLSAANNVKVVIRQTIYSGYYGPLDKNTLEPNPDYWLMHVHNSLV 3 60 
******************************** **** ********************** 



SEQIDN03 
SEQIDN05 



GNTVFKVDVSDPTNKARVYAQCTKTNSKHTQSRYYKGSLTIFALNVGDGDVTLKIGQYSG 42 0 
GNTVFKVDVSDPTNKARVYAQCTKTNSKHTQSRYYKGSLTIFALNVGDEDVTLKIGQYSG 42 0 
************************************************ *********** 



SEQIDN03 . 
SEQIDNQ5 



KKIYSYILTPEGGQLTSQKVLLNGKELNLVSDQLPELNADESKTSFTLSPKTFGFFWSD 4 80 
KKIYSYILTPEGGQLTSQKVLLNGKELNLVSDQLPQLNADESKTSFTLSPKTFGFFWSD 480 
*********************************** - ************************ 



SEQIDN03 
SEQIDN05 



ANVEACKK 4 88 
ANVEACKK 4 88 
******** 



http ://www . ebi . ac . uk/cgi-bin/j obresults/c lustal w/c lus talw-20050601- 145603 74.aln 
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CLUSTAL W (1.82) Multiple Sequence Alignments 



Sequence format is Pearson 
Sequence 1: SEQIDN03 488 aa 

Sequence 2: SEQIDN07 488 aa 

Start of Pairwise alignments 
Aligning . . . 

Sequences (1:2) Aligned. Score: 94 

Guide tree file created : [/ebi/extserv/clustalw-work/interactive/clustalw-2 

Start of Multiple Alignment 
There are 1 groups 
Aligning. . . 

Group 1: Sequences: 2 Score: 10323 

Alignment Score 2 84 8 

CLUSTAL -Alignment file created [/ebi/extserv/clus talw- work/ interact ive/clustalw- 2 00 



http ://www . ebi. ac . uk/cg^ 
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CLUSTAL W (1.82) multiple sequence alignment 



SEQIDN03 
SEQIDN07 
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KSIAVTIDDKNVIASASGSFLGVAFDASLFSPK^f^$TVDITSPKLFKLLEGLSPGYFRV 60 
KEIAVTIDDKNVIASVSESFHGVAFDASLFSPKGPWSFVNITSPKLFKIjLEGLSPGYFRV 60 
*************** * ** ************* ****.******************** 



SEQIDN03 
SEQIDN07 



GGTFANWLFFDLDENNK^KDYWAFKDKTPETATITRRWLFRKQNNLKKETFDNLVKLTKG 12 0 
GGTFANWLFFDLDENNKWKDYWAFKDKTPETATITRRWLFRKQNNLKKETFDDLVKLTKG 12 0 
**************************************************** : ******* 



SEQIDN03 
SEQIDN07 



SKMRLLFDLNAEVRTGYEIGKXMTSTWDSSEAEKLFKYCVSKGYGDNIDWELGNEPDHTS 180 
SKMRLLFDLNAEVRTGYEIGKKTTSTWDSSEAEKLFKYCVSKGYGDNIDWELGNEPDHTS 18 0 
********************** ************************************* 



SEQIDN03 
SEQIDN07 



AHNLTEKQVGEDFKALHKVLEKYPTLNKGSLVGPDVGWMGVSXVKGLADEAGDHVTAFTL 2 4 0 
AHNLTEKQVGEDFKALHKVLEKYPTLNKGSPVGPDVGWMGVSYVKGLADGAGDLVTAFTL 24 0 
****************************** *********** ****** *** ****** 



SEQIDN03 
SEQIDNQ7 



HQ YYFDGNTSDVS I YLDATYFKKLQQLFDKVKDVLKDS PHKDEPLWLGETSSGYNSGTED 3 0 0 
HQYYFDGNTSDVSTYLDASYFKKLQQLFDKVKDVLKNSPHKDKPLWLGETSSGCNSGTKD 3 00 
************* ****.*****************■*****•********** ★***.* 



SEQIDN03 
SEQIDNQ7 



VS DR YVS G FLTLDKLGLS AANNVKW I RQT I YNG Y YGLLD KNTL E PNPD YWLMHVHNS LV 3 60 
VSDRYVSGFLTLDKLGLSAANNVKWIRQTI YNGYYGLLDKNTLEPNPDYWLMHVHNSLV 3 6 0 
************************************************************ 



SEQIDN03 
SEQIDNQ7 



GNTVFKVDVSDPTNKARVYAQCTKTNSKHTQSRYYKGSLTIFALNVGDGDVTLKIGQYSG 42 0 
GNTVFKVDVGDPTNKTRVYAQCTKTNSKHTQGKYYKGSLTI FALNVGDEEVTLKIDQYGG 4 2 0 
********* < ***** .*************** _ .*************** . ***** m **_ * 



SEQIDN03 
SEQIDN07 



KKIYSYILTPEGGQLTSQKVLLNGKELNLVSDQLPELNADESKTSFTLSPKTFGFFWSD 480 
KKIYSYILTPEGGQLTSQKVLLNGKELNLVSDQLPELNADESKTSFTLSPKTFGFFWSD 480 
************************************************************ 



SEQIDN03 
SEQIDNQ7 



ANVEACKK 4 88 
ANVEACKK 4 88 
******** 



http://www.ebi.ac.uk/cgi-bin/jobresults/clustalw/clustalw 
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